Table S1
Sequencing strategies and statistics of sequencing data 
Data quality
The sequencing data contains some low-quality reads ends, which will make a big impact on subsequent information analysis. Interference, in order to ensure the quality of subsequent information analysis, further filtering of the off-machine data is required. Data filtering standards, including the following points:
(1) Joint contamination removal, using adapter removal (ver. 2.1.7) (Mikkel S et al. 2016 ) to remove the low-quality ends;
(2) The quality-controlled reads were assembled using SOAPec (v2.0) (Luo et al. 2012) , with a default set of k-mer sizes and options. 
Data statistics
The basic information of the reading frame is shown in 
Protein coding gene function annotation
The main purpose of functional annotation of protein-coding genes is to functionally resolve all protein-coding genes, thereby the species is analyzed horizontally. The main method for functional annotation of protein-coding genes is to encode all predicted protein-coding genes into various databases. In general, the longer the region of the two sequences is aligned, the higher the sequence identity of the two sequences. The annotation of the eggNOG of the protein-coding gene is done using the blast software, and the database used by blast is eggNOG (V4), the critical value is selected 1e-6; the function discriminant rule of eggNOG is: E-value < 1e-6. Protein coding gene function annotation information of SMT-1 were indicated in Table S5 . 
